transitions, we conducted epigenomic and transcriptomic profiling of early and late-stage 23 RPCs and observed a developmentally dynamic landscape of chromatin accessibility. 24 Open chromatin regions that showed stage-specificity, as well as those shared by early 25 and late-stage RPCs, were selectively targeted by the homeodomain factor Lhx2, which is 
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44
Introduction: 45 During the course of neurogenesis, neural progenitors move through different 46 states of developmental competence, in which they successively acquire and lose their 47 ability to generate individual cell subtypes. This process, also known as temporal 48 patterning, occurs throughout the nervous system in both vertebrates and invertebrates (1, 49 2). These transitions are largely cell-autonomous and proceed in a unidirectional and 50 irreversible manner, and are driven by changes in transcription factor (TF) expression. 51 The murine retina is an excellent model for mechanistic analysis of temporal patterning, 52 as the generation of all major cell types is controlled through this process. respectively (1). The great majority of GFP-positive cells expressed the RPC-specific 82 markers Chx10, Ki67 and Ccnd1, while these were absent from the GFP-negative 83 postmitotic fraction (Fig. S1A-G Lhx2 knockout retinas (Fig.1A, S1H, I ). ATAC-Seq data was highly reproducible among 90 experimental replicates (Fig. S2A-D) , and identified open chromatin regions (OCRs) that 91 were shared between time points, or were specific to either E14 or P2 (Fig. 1B) (Fig. 1G) . Finally, ChIP-Seq was performed for Lhx2 in E14 and P2 mouse retina. (Fig.1H, 2A , S3A-G). (Fig. S4A) , are enriched in promoter regions, 5'UTR, exons, and 116 ncRNA at both time points (Fig. 2B) , and are enriched for functions related to control of 117 retinal development (Fig. S4B,C) . The Lhx2 ChIP-Seq data (Fig. S3G) (Fig. 2D) , while genes enriched in late-stage RPCs were overrepresented in the P2 125 ChIP-Seq dataset (Fig. 2D ).
126
To identify genes whose expression is directly regulated by Lhx2 in early and Identification of TF motifs associated with Lhx2 ChIP-Seq peaks 175 We next investigated which TFs could co-localize with Lhx2 ChIP-Seq peaks at 176 E14 and P2, or at each individual timepoint. The Lhx2 consensus sequence and closely 177 related sequences were over-represented in peaks present at both E14 and P2 (Fig. 3A,B ).
178
Multiple motifs were found within a broad range of similarity to the known Lhx2 179 consensus (Pearson's correlation > 0.6), possibly underlying differences in affinity and/or 180 combinatorial interaction with other transcription factors ( Fig. S6A-I regions also observed at P2 (Fig. 5L ). in RPCs appears to contribute substantially to these changes in chromatin accessibility.
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The regulation of known pioneer factors by Lhx2 is achieved both transcriptionally, as is 
